Zika virus (ZIKV) has been intensively studied in Brazil since 2015-2016 epidemics, but little is known about the virus in Midwest region of the country. We report here two ZIKV complete genomes, which were isolated during arboviral surveillance in Sinop city, southern border of the Amazonian forest, Midwest Brazil, 2015.
ZIKV has been intensively studied since the 2015 epidemics in South America following the virus global spread ( 5, 6, 7 ) . Although the study of full-length viral genomic sequences of clinical isolates can lead to a better understanding of molecular epidemiology, phylogeny and viral virulence, currently there are few available ZIKV complete sequences especially from regions of difficult access in Brazil. We report here a genomic investigation and phylogenetic study based on complete ZIKV The entire ZIKV genomes from these samples were obtained with average coverage depth ranging from 280 to 9282 (Technical Appendix Table) . Phylogenetic reconstruction of the obtained genomes showed that strain isolated from Sinop patients clustered within the Asian lineage ( Figure, We also characterized a number of nonsynonymous nucleotide mutations in the genomes obtained.
We detected the previously reported amino acid mutations in one structural and four of the nonstructural proteins, including the A983V mutation NS1, which has been implicated in immune evasion and is conserved in all Asian strains detected after the French Polynesia outbreak ( 9 ) and a pre-M mutation (S139N) which has been associated with microcephaly in mice ( 10 ) . In addition, we also found mutations specific for our samples: a NS2B mutation (I1398V), a NS3 mutation (T2068M) and a NS4B mutation (S2456L) (Technical Appendix Table) .
The largest incidence of Zika in the Mato Grosso state occurred in 2015 ( 11 ) . From 2015 to 2018, 6920 cases of DENV, 1392 of ZIKV, 12 of CHIKV were reported in the city ( 12 ) . This report supports that the ZIKV circulating in this remote region of Brazil belongs to the Asian genotype and more specifically to two different clades found in other Brazilian states. Moreover, the close clustering with ZIKV sequences available from other Brazilian states which are far apart from Mato Grosso state highlights the rapid expansion of these strain between distant Brazilian regions. Lastly, we found two of ZIKV amino acid mutations that were associated with the virus pathogenicity and 
First complete genome sequences of Zika virus isolated in the Brazilian Amazon Basin, 2015.

Technical Appendix
Laboratory testing
Total RNA was extracted from 140 μL of patients' sera using QIAmp viral RNA kit, followed by a reverse transcription using random primer, and Multiplex-Nested-RT-PCR using specific primers targeting NS5 and nsP1 regions, respectively ( 1 ). Briefly, we designed a new primer for ZIKV (CACTGGCCTCCTAGGCCCGTCCAT ) and add it to the Multiplex-Nested-PCR for flaviviruses, along with DENV 1-4. We add CHIKV primer (TAGAGCAGGAAATTGATCCC) previously designed ( 2 ) to the Multiplex-Nested-PCR for alphaviruses.
Genome sequencing
We used primers designed by the ZIBRA project ( 3 ) following as described ( 4 ) ac.uk/projects/fastqc/). These were subsequently mapped against the ZIKV BRPE243/2015 reference genome (KX197192) ( 6 ) using Bowtie 2 ( 7 ) . The obtained sequences of the ZIKV genome have been deposited in GenBank with the accession number: MH513598 and MH513599.
Phylogenetic Analyses
Multiple sequence alignment was performed by using MAFFT version 7 
